Originality and significance statement 21 During host colonization, plant pathogens secrete molecules that enable 22 host colonization, also known as effector proteins. Here, we show that 23 strains of the fungal plant pathogen Verticillium dahliae that are able to 24 infect the same host plant harbour highly divergent LS effector repertoires. 25 Our study outlines the variability within LS effector gene repertoires of V. 26 dahliae strains, which may allow the various strains to be competitive in 27 the co-evolution with their hosts. The genome sequences of 13 V. dahliae strains (Table S1) (Table S2 ).
177
To assess the completeness of the assemblies, the Benchmarking (Table S2) . interspersed nuclear elements (SINEs) (2.9 kb, ~0.01%) (Table S3) . 197 We subsequently inferred gene annotations for the various V. dahliae proteins, of which 171 were classified as effectors based on EffectorP (Table   225 2). The LS regions of V. dahliae strains harbor between 517 genes for V. In total, 21 V. dahliae strains collected at different geographical locations 429 were used in this study (Table S1 ). All strains were grown on potato 
